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enzymeGdb1,whichpossessesbothĮ-1,4-glucanotransferase and Į-1,6-glucosidase activity 


































































































































































Figure S1 - An empty control plasmid or one containing eEF1A under the control of a 
GPD promoter was introduced into a wild type yeast strain and grown on selective 
media within an automatic plate reader and readings taken every 30 min. The 
doubling time (A) and time to initiation of growth (lag phase, B) were calculated from 
three independent biological experiments. 





































Figure S2 ʹ Extracts were prepared from wild type cells carrying an 
empty control or eEF1A overexpression plasmid that had been grown 
to log phase in selective media. Cells were lysed and fractionated to 
isolate ribosomal fractions whose absorbance was measured at 254nm 
to obtain ribosomal profiles. The peaks representing small subunit 
(40S), large subunit (60S), intact ribosomes (80S) and polysomes are 
indicated.





































Figure S3 ʹ DNA content was analysed in Wild type or ȴĐĂƉ ? ?ȴĐĂƉ ? ?
ȴũŶŵ ?ĂŶĚȴŶŝƉ ? ? ?cells containing a control plasmid (filled) or eEF1A 
overexpression (open) plasmid by FACS analysis 
+ eEF1A
+ Control
ȴĐĂƉ ? ȴĐĂƉ ?
































































































Figure S4 ʹMetabolites were prepared from wild type control or eEF1A 
overexpressing cells by a boiling ethanol extraction procedure. Samples were then 
subjected to proton NMR and are presented as a 1D spectra. Samples were prepared 









































J. Cell Sci. 129: doi:10.1242/jcs.198: Supplementary information
Table S1 ± Yeast strains used in this study 
Strain Genotype Source 
BY4741 (Wild 
type) 


















Huh et al, 2003 
TUB4-GFP 0$7DKLVsOHXsPHWsXUDs78%-
GFP::HIS3 
Huh et al, 2003 
DHC1-GFP 0$7DKLVsOHXsPHWsXUDs'+&-
GFP::HIS3 



































J. Cell Sci. 129: doi:10.1242/jcs.: Supplementary information 
Strain 
FACS Analysis Microscopy 
Peak 1 Peak 2 Peak 3 Peak 4 % of multinucleate cells 
Wild type 32.7 54.2 7.0 0.46 
Wild type + 
eEF1A 
29.6 59.9 6.0 0.43 
ǻarp1 22.0 53.9 15.1 5.0 20.83 
ǻarp1 + eEF1A 3.7 37.9 49.3 7.3 30.52 
  
Table S2 ± Wild type control or eEF1A overexpressing cells were assessed for DNA 
content by FACS analysis (10.000 cells) and the percentage of cells within each peak 




































J. Cell Sci. 129: doi:10.1242/jcs.: Supplementary information 
Table S2 ± Wild type control or eEF1A overexpressing cells were assessed for DNA content by 
FACS analysis (10.000 cells) and the percentage of cells within each peak calculated. The 
percentage of multinucleate cells was determined by fluorescence microscopy (n=200). 
Table S3 ± Wild type control or eEF1A overexpressing cells were assessed for changes in gene 
expression using microarray. The genes that were assessed as being upregulated upon eEF1A 
overexpression are presented following analysis for their involvement within a cellular process 



































J. Cell Sci. 129: doi:10.1242/jcs.: Supplementary information 
Table S4 ± Wild type control or eEF1A overexpressing cells were assessed for 
changes in gene expression using microarray. The genes that were assessed as being 
downregulated upon eEF1A overexpression are presented following analysis for their 
involvement within a cellular process on the basis of gene ontology using the slim 
mapper tool. 
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